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Figure S1  :  Dendrogram showing agglomerative c luste r ing of  ALL and AML
samples using a  hie rachical method wi th ave rage l inkage  and N=3000 genes
selected by the ir  coe ff ic ient of  variat ion
(www.biostat.harvard.edu/complab/dchip/ ) .  Upper color bar indicate s ALL
(pink) and AML (purple) .  Lower co lor bar indicates furthe r part it ioning of  ALL
samples into B (teal)  and T  (green) ce l ls.


